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Figures		
	
Supplementary	Figure	S1.	The kinetic response of MERS-CoV PLpro-Ubl2 (black circles) 
and PLpro-∆Ubl2 (white circles) to the increasing concentrations of three different ubiquitin-
based substrates.  (a) RLRGG-AMC. (b) ISG15-AMC. (c) Ub-AMC.  Data in panel a failed to 
reach saturation and were therefore fit to a line whereas panels b and c were fit to the Michaelis-
Menten equation. All data were measured in triplicate, and the error bars represent the standard 
deviations from the triplicate data. 
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	



Supplementary	Figure	S2.	In vitro analysis of F2124-0890 with proteases under non-
reducing conditions reveals its lack of specificity and lack of potency under reducing conditions. 
Percent (%) inhibition was plotted as a function of increasing inhibitor concentrations in the 
absence of DTT (white circles) and presence of DTT (black circles) against viral and human 
proteases, MERS PLpro-Ubl2 (solid line, a) and PLpro-∆Ubl2 (dotted line, a), SARS PLpro (b), 
MHV PLP2 (c), USP7 (d), USP17 (e), and USP28 (f).  Error bars represent the standard 
deviations obtained from triplicate data. 
 
	

	


